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Figure S3.
To test the possibility that active promoters with and without ORC may have different chromatin environments, we took the top quartile of genes by expression (3,662) in S2 cells and labeled them as having ORC overlapping the 1 kb 5' of their TSS (ORC; 1149) or not (No ORC; 2513) . We then displayed each factor's median enrichment as in figure 3 . The most notable difference is the change in nucleosome dynamics which shows that bulk nucleosomes at ORC-occupied promoters are more depleted, enriched for H3.3 and experiencing rapid turnover. In addition, we see slight enrichment for NURF301 and ISWI. It is important to note that the scale of this figure is different from figure 2; since the top quartile of active promoters typically have stronger overall signals, the log 2 enrichment is from -3 to +3.
Figure S4.
Motif distribution around the center of S2 ORC peaks. For the top 3 motifs returned by MEME, (A) (CT)n, (B) (CG)n, (C) (CA)n, the presence of each motif was binned relative to the center of an ORC peak within +/-250 bp. For each motif, a background distribution of non-ORC bound regions is shown. Figure S5 . Enriched repetitive motif elements identified by MEME (CA)n,(CG)n and (CT)n had little predictive value in discriminating between ORC associated sites and random negative regions of the genome. Each ORC binding site was ranked by p-value for the presence of these motifs, and the ROC curve was generated by accepting ORC peaks with successively lower ranks. ORC peaks that appear only in Bg3 cells were profiled using marks from Bg3 (first column) and S2 (second column), peaks that appear only in S2 cells were profiled using marks from S2 (third column) and Bg3 (fourth column), and peaks that appear in both cell lines were profiled using marks from BG3 (fifth column) and S2
(sixth column). (B) The same column pattern as in A is displayed, showing the enrichment for the factors within early origin peaks. In both panels, The green squares at the top act as a key to the identity of the column. All enrichments are shown from -2 to 2 median log 2 enrichment. Factor enrichments were collected as in figure 2. 
SVM Accuracy Using Different Motifs, LOO on S2, 500nt
False Positive Rate (1−Specificity) True Positive Rate (Sensitivity) Figure S8 : Hierarchical clustering of chromatin factors at early origin meta-peaks. Figure S10 : A list of the top SVM features by F-score, used in the SVM analysis of figure 4.
